Several molecular methods, such as Southern blotting hybridization, Multilocus Sequence Typing, and DNA microsatellite analysis, have been employed to genotype Candida albicans. The genotype analysis allows to group strains in clades, that is, a group composed of one ancestor and its descendants. These genotype studies demonstrate that clades distribution is influenced by geographic area as well as that antifungal resistance is associated with particular clades. These findings suggested that C. albicans reproduces mainly in a clonal manner, with certain degree of DNA microevolution. Additionally, virulence factors and site of isolation have also been associated with clade specificity. The present article is a brief review about the methods used for Candida genotyping and the correlated clade systems established.
INTRODUCTION
Candida yeasts components of normal human microbiota, being present in a large percentage of healthy individuals (36) .
However, in a diverse range of debilitated and immunocompromised hosts, Candida infections may cause relevant number of morbidity and mortality cases which constitute a serious public health problem (21, 23) . Conditions such as immunodeficiency, endocrine disorders, radiotherapy or malignant diseases can be identified as predisposing factors to candidiasis. Several species have been reported to be responsible for infection such as C. krusei, C. tropicalis, C.
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C. albicans genotyping methods confidence (49) . The techniques mentioned are employed for the classification of Candida strains into groups formed by a single ancestor and its descendants, which are also called clades.
C. albicans is a diploid specie with substantial heterozygosity (37) , but predominant reproduces in a clonal mode (27, 30, 42) . The genomic microvariation that has been documented for multiple C. albicans isolates from single patients (8, 27, 39, 47) occurs due to recombination (57) , mitotic crossing over (37) , and ploidy changes based on chromosome morphological alterations (48, 59 ).Odds et al., (33) suggested that the population of cells colonizing or infecting a particular site in a patient comprises a mixture of cells with nearly identical genomes.
The identification of microvariation between strains helps to understand the dynamics of the genetic microevolution in DNA fingerprinting with the complex probe Ca3 thus represents an interesting method for Candida genotyping which has been contributing to the understanding of the differences between strains traits.
Multilocus Sequence Typing
Multilocus sequence typing is a highly discriminatory and practical approach to distinguishing strains within microorganism species (29 
Candida clades and phenotypic variations
The identification of major Candida clades has lead to the investigation of characteristics that could be related to each group. Since clades persist in the same geographic area and recombination is not a frequent event, the evolutionary process inside each clade may occur independently, and this fact may have contributed with the development of specific phenotypes.
According to Soll and Pujol (55) , every aspect of C. albicans biology and physiology should be reassessed in this basis.
In Pujol et al (41) the authors demonstrated that natural resistance to flucytosine was restricted to group I isolates; 96% of the isolates studied had increased minimum inhibitory concentrations for flucytosine belonged to group I. Dodgson et al (17) showed that both decreased susceptibility and increased C. albicans genotyping methods Virulence factors and antifungal resistance can be associated to established clades, but a broad field of investigation must be explored; several physiological traits should be reevaluated on this basis.
